ABSTRACT Campylobacter jejuni NCTC12662 has been the choice bacteriophage isolation strain due to its susceptibility to C. jejuni bacteriophages. This trait makes it a good candidate for studying bacteriophage-host interactions. We report here the whole-genome sequence of NCTC12662, allowing future elucidation of the molecular mechanisms of phage-host interactions in C. jejuni.
exclusively matches a hypothetical protein (CJE0597) found in C. jejuni integrated element 2 (CJIE2) in strain RM1221 (7) and group 4 prophages CJIE4-1 and CJIE4-5 (8) . Whether the absence of both groups of prophages in NCTC12662 is due to CRISPR-Cas activity is an intriguing question. Sequence homologies also suggest that NCTC12662 encodes type I, II, III, and IV RM systems (9), indicating no significant effect of these RM systems in C. jejuni phage resistance. Thus, further studies are needed to elucidate why NCTC12662 is susceptible to many diverse phages of C. jejuni. Accession number(s). The C. jejuni NCTC12662 complete genome is available under GenBank accession no. CP019965
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